During one of our previous works we investigated the integration of a low-risk human papillomavirus\' (HPV) genetic material into the human genome, we aimed to elucidate whether the integration event(s) had helped facilitate the manifestation of cancer in an individual with a HPV11-positive sinonasal squamous cell carcinoma. To elucidate viral integration sites, whole-genome sequencing (WGS) was applied to the tissue sample of sinonasal carcinoma. We employed three different analysis strategies -- data pipelines with different topologies that should intuitively all yield qualitatively the same result with minor variations. One of the pipeline topologies was adopted after Li et al. (2013) with slight modifications, whereas the other two were simple meta-algorithms that should generally answer the same question. Although the bulk of the breakpoints yielded through the three different topologies did overlap to some degree, a great deal of breakpoints varied greatly between the approaches.
